. A standard view of the GUI during manual selection of training data Figure S2 . A standard view of the GUI during percentage area of necrosis estimation Figure S3 . A standard view of the GUI during necrosis length estimation Figure S4 . Visual output of ANOVA from Genstat including the histogram of residuals, fitted-value plot and normality plots. Figure S5 . Interaction plot showing percentage necrosis for all P. syringae strains on the different Prunus species cherry and plum. The mean values from the ANOVA were used and Least Significant Difference bars calculated during the ANOVA. The means are plotted on a log scale with back-transformed values as the scale. Strains isolated from cherry are highlighted in red whilst those isolated from plum are highlighted in purple. Figure S6 . The relationship between the percentage area of necrosis measured using ImageJ or automated image analysis software using fixed thresholding. The linear fitted line indicated the deviation from the ideal calibration line. Figure S7 . The relationship between the percentage area of necrosis measured using ImageJ or automated image analysis software using adaptive thresholding. The linear fitted line indicated the deviation from the ideal calibration line. Figure S8 . Graphical depiction of an artificial neural network (ANN) model containing one input layer with three neurons, one binary output layer and one hidden layer with sixteen neurons Table S1 . ANOVA table generated using Genstat. The ANOVA was performed on the log transformed (+0.1) raw data values. The formula used was aov(strain*(species/cv)+box) 
